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Figure	1:	Performance	of	imputation	using	different	reference	panel.	The	x-axis	shows	the	non-reference	allele	frequency	of	the	SNP	being	imputed	on	a	log	scale.	The	y-axis	shows	imputation	accuracy	measured	by	aggregate	r2	when	imputing	SNP	genotypes	into	10	CEU	samples. These results are based on using 
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